The Biotechnology Systems Branch of theJScientific and Technical Information 
Center (STICX detected errors when processing the following computer readable 
form: 



Application Serial Number: 
Source: 

Date Processed by STIC: 



THE ATTACHED PRINTOUT EXPLAINS DETECTED ERRORS. 

PLEASE FORWARD THIS INFORMATION TO THE APPLICANT BY EITHER: 

1) INCLUDING A COPY OF THIS PRINTOUT IN YOUR NEXT COMMUNICATION TO THE 
APPLICANT, WITH A NOTICE TO COMPLY or, 

2) TELEPHONING APPLICANT AND FAXING A COPY OF THIS PRINTOUT, WITH A 
NOTICE TO COMPLY 

FOR CRF SUBMISSION AND PATENTIN SOFTWARE QUESTIONS, PLEASE CONTACT 
MARK SPENCER, TELEPHONE: 571.272-2510; FAX: 571-273-0221 



TO REDUCE ERRORED SEQUENCE LISTINGS, PLEASE USE THE CHECKER 
VERSION 4.2.2 PROGRAM . ACCESSIBLE THROUGH THE U.S. PATENT AND 
TRADEMARK OFFICE WEBSITE. SEE BELOW FOR ADDRESS: 
http://www.uspto.gov/web/ofnces/pac/checker/chkrnote.htin 



Applicants submitting genetic sequence information electronically on diskette or CD-Rom should be aware that there is 

a possibility that the disk/CD-Rom may have been affected by treatment given to all incoming mail. 

Please consider using alternate methods of submission for the disk/CD-Rom or replacement disk/CD-Rom. 

Any reply including a sequence listing in electronic form should NOT be sent to the 20231 zip code address for the 

United States Patent and Trademark Office, and instead should be sent via the following to the indicated addresses: 

1. EFS-Bio (<http://www.uspto.gov/ebc/efs/downloads/docunients.htm> , EFS Submission 
User Manual - ePAVE) 

2. U.S. Postal Service: Commissioner for Patents, P.O. Box 1450, Alexandria, V A 22313-1450 

3. Hand Carry, Federal Express, United Parcel Service, or other delivery service (EFFECTIVE 01/14/05): 
U.S. Patent and Trademark Office, Mail Stop Sequence, Customer Window, Randolph Building, 401 Dulany Street, 
Alexandria, VA 22314 



Revised 01/24/05 






SUGGESTED CORRECTION' 



SERIAL NUMBER: 



PLEASE DISREGARD ENGLISH '"ALPHA" HEADERS, WHICH WERE INSERl 



ED BY PTO SOFTWARE 



\I /y^WrappedNucleics 
Wrapped AmTnos 



The numher/texTat the ehd'of^each line " wrappe d" down t o the next lin e. This mayoccur if your file^ 
was retrieved in a word processor after creating it. Please adjust your right margin to .3; this will 
prevent '"wrapping." ~ 



Invalid Line Length The rules require that a line not exceed 72 characters in length. This includes white spaces. 



3 Misaligned Amino 

Numbering 

4 ^Non-ASCII 



Variable Length 



The numbering under each 5^ amino acid is misaligned. Do not use tab codes between numbers; 
use space characters, instead. 

The submitted file was not saved in ASCII(DOS) text, as required by the Sequence Rules. Please 
ensure your subsequent submission is saved in ASCII text 

Sequence(s) contain n's or Xaa's representing more than one residue. Per Sequence Rules, 

each n or Xaa can only represent a single residue. Please present the maximum number of each 
residue having variable length and indicate in the <220>-<223> section that some may be missing. 



6 Patentin 2.0 

"bug" 



A "bug" in Patentin version 2.0 has caused the <220>-<223> section to be missing from amino acid 

sequences(s) . Normally, Patentin would automatically generate this section from the 

previously coded nucleic acid sequence. Please manually copy the relevant <220>-<223> section to 
the subsequent amino acid sequence. This applies to the mandatory <220>-<223> sections for 
Artificial or Unknown sequences. 



7 Skipped Sequences Sequence(s) 

(OLD RULES) 



missing. If intentional, please insert the following lines for each skipped sequence: 



(2) INFORMATION FOR SEQ ID NO:X: (insert SEQ ID NO where "X" is shown) 
(i) SEQUENCE CHARACTERISTICS: (Do not insert any subheadings under this heading) 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO:X: (insert SEQ ID NO where "X" is shown) 
This sequence is intentionally skipped 



Please also adjust the "(ii) NUMBER OF SEQUENCES:" response to include the skipped sequences. 



8 Skipped Sequences Sequence(s) 

(NEW RULES) 



missing. If intentional, please insert the following lines for each skipped sequence. 



<2 1 0> sequence id number 
<400> sequence id number 
000 



9 Use of ivs or Xaa's 

(NEW RULES) 

10 Invalid <>f1> 
(fse 




11 //Use of<220> 



Use of n*s and/or Xaa's have been detected in the Sequence Listing. 

Per 1.823 of Sequence Rules, use of <220>-<223> is MANDATORY if n's or Xaa's are present. 
<220> to <223> section, please explain location of n or Xaa, and which residue n or Xaa represents. 

Per 1.823 of Sequence Rules, the only valid <213> responses are: Unknown, Artificial Sequence, or 
scientific name (Genus/species). <220>-<223> section is required when <2 1 3> response is Unknown or 
is Artificial Sequence 



Sequence o/^ 
firy\ y jaft issingt h< 



Sequence(s) /^X i^ j^ jssing t he <220> " Feature" a wLawoualtU uuiimill IddlltlflUlb Jiiil lupuiuoui 
Use of <220>to <223> i r MANDATSRSjf <213> " Organism" r esponse is "Artificial Sequence" or 

"Unki!oWgZnPlease explain source of genetic matenai in <^/u> to <223> section?* — 

(See "Federal Register," 06/01/1998, Vol. 63, No. 104, pp. 29631-32) (Sec. 1.823 of Sequence Rules) 



12 Patentin 2.0 

"bug" 



Please do not use "Copy to Disk" function of Patentin version 2.0. This causes a corrupted file, 
resulting in missing mandatory numeric identifiers and responses (as indicated on raw sequence 
listing). Instead, please use "File Manager" or any other manual means to copy file to floppy disk. 



1 3 Misuse of n/Xaa "n" can only represent a single nucleotide : "Xaa" can only represent a single amino acid 

AMC - Biotechnology Systems Branch - 09/09/2003 



RAW SEQUENCE LISTING ^ DATE:. 06/29/2005 

PATENT APPLICATION: US/10/539/725 TIME: 14:07:59 



Input Set : E:\05-06-06 1041WO.txt 
Output Set: N:\CRF4\06292005\J539725.raw 

3 <110> APPLICANT: greenovation Biotech GmbH 

5 <120> TITLE OF INVENTION: Improvements in or relating to protein production 

7 <130> FILE REFERENCE: Protein Production Method 
C — > 9 <140> CURRENT APPLICATION NUMBER: US/10/539,725 
C~> 11 <141> CURRENT FILING DATE: 2005-06-20 

11 <160> NUMBER OF SEQ ID NOS : 89 
13 <170> SOFTWARE: PatentIn Ver. 2.1 




5Y§ 



cbal >Seauerice 




ERRORED SEQUENCES 

15 <210> SEQ ID NO: 

16 <211> LENGTH: 36 

17 <212> TYPE: DNA 

18 i^aj^ORfiftNLSM 
W — > 19 U220> FEATURE r 

19 <273T- t)TH£R i^FO] 
20i<400> SEQUENCE: 1 

S--> 21 ^fE^tcgagg aagatgaact tttctgcctg tcttgg 
22(36 

24 v;^0> SEQ 

25 <211> LENGTH: 26 

26 <212> TYPE: DNA 

27 <:2i?> ognaMT^. Artificial^Se 
W — > 28 4 ^0> FEATU RE 

28 <22J> OT^HKK "INFORMATION: Descript 

29 <400> SEQUENCE: 2 
E — > 30 >^E5€^catggg tgcagcctgg gaccac 



Does Not Comply 
Corrected DiskoUe Nee 

TIONJ Description of Artificial Sequence: Primer sequence MoB323 



id 




31(26 

33 



SM: Artiricial Sequence^ ^ 

TTTFORMATION: Description of Artificial Sequence: Primer sequence MoB34 9 



)> SEQ ID NO: 3 

34 <211> LENGTH: 23 

35 <212> TYPE: DNA 

36 ^.^^r^i^-^J^SMm^M: Artificial Sequence 
W~> 37 ^220> FEATURE>\ O yC\vVvJL^ \ 
^ 37 <??5»-^THFP TNPOimTION: Descriptio: 
VB/^^38 <400> SEQUENCE: 3 
E~> 3S>^Sg5S^<:^c^ ^t^^^t ggc 



of Artificial Sequence: Primer sequence GNT(d)l 




4q 23 

42^^-C^0> SEQ ID NO: 4 
4 3 <211> LENGTH: 27 
4 4 <212> TYPE: DNA 



Artific 





Sequence 



file://C:\CRE.4\Outhold\VsrJ539725.htm S^-tJ^ \ ^S^rA^^ii^JJ o^ ^^r/^-^ ^l^t^^^^^^^^ 



'gpgTE'r 0 6/2 9/20^05"-^ 



1«S 



_______ _ > IT - . .JiSt pBKiS^ • 

Input Set - :>^E : \0 5^6 f 06 -104 IWO^tx 



^1^; ; Output . Set N : \G3^Jv£6292005X;J539725 . rawg^^p^/^ 




4 6 -<223> OTHER INFORMATION: Descfip* 
7"<400> SEQUENCE: 4 






SEQ ID NO 



ArEfficial Sequence: Primer sequAifee''"GTIJ(d) 31'^"^ 

1-4 -« • ^ - — ..^/.SfL^ 





ytaya artgg 



52 <211> LENGTH: 25 

53 <212> TYPE: DN A 

54 <24a^RGANia 
W — > 55/<220> FEATURE 

55V223> OTHBft- 
76 <400> SEQUENCE 
S^-> 57 ^tofa^at^^ a< 

eS^^iZi^S SEQ ID NO 

61 <211> LENGTH: 23 

62 <212> TYPE: DNA 

e3^>2^:%^J MQmi£^l i;^^rtxfLcLal Sequence 
W~> 6^<2<2r6> FEATURE : J 

eV ^223v OTHER INrC fRMATION: Description of Artificial Sequence: 
<400> SEQUENCE: ^ ^ ^ 
'^^'^ ll(^T^'^'' traaraayt^c ^T^^V^^^ 
69^4?l0> SEQ ID NOf==?^^"* 



of Artificial Sequence: Primer sequence GTN(d)2 




SI-JUJ-V7 

Primer sequence GTN{d)4 



70 <211> LENGTH: 20 

71 <212> TYPE: DNA 




Artificial Sequence 



22 0> FEATURE: 

^3> OTHER I t 



^ / 73 ^223> OTHER I NFORMATION 
^^/y^ <400> SEQUENCE: 7 



Description of Artificial Sequence: Primer sequence 5RACEG3 




E — > 7S^3g"b3qgtgtcc aataaaggai 
l¥ 20 

78<4£^*tf> SEQ ID NO: 8 

79 <211> LENGTH: 21 

80 <212> TYPE: DNA 

81^^^?B'> URbANlSt4*^rtificj^l_Seguence 

W~> 8C <220> FEATURE^^^ 

( ^T-<222t>j:i2^^ Description of 

<S-y4*-^3 <400> SEQUENCE: 8 
E — > 84/gb^gggagag atttccatgt c 
85/21 

87W^0> SEQ ID NO: 9'' 

88 <211> LENGTH: 20 

89 <212> TYPE: DNA 

90y^«.ii> ORGAN 1^9M^ Artificial Sequence 
W — > 91(<220> FEATURE 




ial Sequence: Primer sequence 5RACEG4 



91 





XXTHER INTO RM^TTinTr' Descri' 



y^iJd^<AOO> SEQUENCE: 9 
I — > 93 /c taciga tgac gacccttcgg 
14(20 



i^ioYf^o5""Kr^!f^ 




Sequence: Primer sequence 5RACEG5 



file://C:\CRF4\OuthoIdWsrJ539725Jitm 




iWPSrO 6 - 0 6 :rip4 IWO^ 



Oggpg e^ISet : N;Xci^4\06292P05-\iJ53972j^awi: 




<2ll31|^ifff^ID 
<2ri^feEkGTH; 



<2l5^im>E: DNA"^-- - - 
<2a3>:gORGANISM: - Artificial ^Sequence 
<220XFEATURE 
OTHER IN ' 




iRMATION: 
10 



<400> SEQUENCE 

pctgaga aacaaaaagt gg 

<?10> SEQ ID NO: 11 
<211> LENGTH: 21 
<212> TYPE: DNA 

(<2gg>F EATURE j^ 

V16>, OTHER "INFORMATION : 
110 <400> SEQUENCE: 11 

cagac ttcaatgtac g 



Description of Artificial Sequence:^ Primer sequence 5RACE6 



Sequence 

Description of Artificial Sequence: Primer sequence 5RACE7 



SEQ ID NO: 12 

LENGTH: 20 
TYPE: DNA 

ffppawTQM.^ Artificial 



<220> F EATUR E 
223T-UTHe^ 



^ A 



TTTFORMATION: 
19 <400> SEQUENCE: 12 



Sequence 

Description of Artificial Sequence: Primer sequence 5RACE8 



E~> 120 

12 
123 
124 
125 
126 
W~> 127 
127 



(^caggacg gttgcaagcc 

20 

'10> SEQ ID NO: 13 
<211> LENGTH: 20 
<212> TYPE: DNA 
-ORGAN IS 



( <220> FEATURE: J ) 

<TZ'6> OTHER INFORMAT ION 



rtificial Sequence 



Primer sequence 3RACEG1 



Sequence 



127 <2'Z6> OTHER INFORMATION: Description of Artificial Sequence: 
^7^f^ 128 <400> SEQUENCE: 13 
^ — > 12Sr2ttSbpcgacc tgaagtttgc 

13CC2Q-^ 

132 <210> SEQ ID NO: 14 

133 <211> LENGTH: 20 

134 <212> TYPE: DNA 

135 <21 ^0RGANIS ft l i^rtificial 
>20> FEAl 

/ lot) ^2235"'0fHER INFORMATION: Description of Artificial Sequence: Primer sequence 3RACEG2 
^(pf^^Sl <400> SEQUENCE: 14 

^acbfiacaat tttggagagc 

20, 

<210> SEQ ID NO: 15 
<211> LENGTH: 20 
<212> TYPE: DNA 

<213> ORGANISM: Artificial Sequence 



file://C:\CRF4X0uthold\VsrJ539725.htm 
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DATE: 



Outp^tgfsbt : N: VcS'4\06292005VJ539725 . raw 



B5^S3r9:^25j ":i:.:^.TIME ;':^F4^Qjyg?5 9^^i^^'"^^^?ip^^ 




W-->*"145 <220> FEAl 

^/V"r4:5^ <223v -17I^R INFQ RffiTIO N; D escri pfiori gf Artificial 'Sequence TTPrim er sequejice;GNT5F, 

(jJfr-^^rrLAS <400> SEQUENCE r^S^p . v v.. i , . * ~ ..r^::, . /' . * • 

E — > 147/!:f^ctttaa cacaactttt . . \. 

1AqT20\J ^'Z,. .-^ . 

150^^r2l0> SEQ ID NO:. 16 

151 <211> LENGTH: 19 

152 <212> TYPE: DNA 

153 ^:2j3::>^ ^GANI0bH ^^tificial Sequence 
W~> 15^ <220> FEAl 

154^ <223> -OTb]KR INFORMATION: Description of Artificial Sequence: Primer sequence GTN6R 
C^3|>^155 <400> SEQUENCE: 16 
E — > 156GgcJ5ctaagct tgatccctg 
157(19^ 

159 <5l0> SEQ ID NO: 17 

160 <211> LENGTH: 21 

161 <212> TYPE: DNA 

162 ^:^;^3>''t5RGA»a;SM: Artificial Sequence 
W~> 16/^<M0> FEAl 

163^^2t!3> uillLK rRFORMATION: Description of Artificial Sequence: Primer sequence GNT21F 
164 <400> SEQUENCE: 17 

gcagata tggctcgatt g 




W- 



10> SEQ ID NO: 18 

169 <211> LENGTH: 22 

170 <212> TYPE: DNA ' 

171 <^43>.jC«fiAliISM: Artificial Sequence 
172/<2'^6> FE ATURE?^ 

172^ 223^ O ' l ' HEk lhJl ?' OR MATIQN: 



Primer sequence GNT15R . 



/V 172 ^^r^^e^^THEK INFORMATION: Description of Artificial Sequence: 
173 <400> SEQUENCE: 18 
E — > 174 agtttctatg gtatctaact go 
17^2) 

17>-<2l0> SEQ ID NO: 19 

178 <211> LENGTH: 21 

179 <212> TYPE: DNA 

180 <.^A ^^ ORGAN ^^^M^ Artificial Sequence 
181 1 

L81 ^ g23?^JlWftR TNlE QBtjATION : Description of Artificial Sequence: Primer /sequence GNTHT7 
1B2 |^CO>SEQUENCE : 19" 
!^-> 18:^^;;5a^atcdad gcttgacci 

18^21^ 

186^^?^0> SEQ ID NO: 20 

187 <211> LENGTH: 22 

188 <212> TYPE: DNA 

18 9 <2^5^^kGan rS^^: Artificial Sequence 
W~> 190 ^220> Eg Ag 

1/ 190 <'12^> OTHER INFORMATION: Description of Artificial Sequence: Primer sequence GNTET7 
Xi^r^^^l <400> SEQUENCE: 20 
E — > 192 gcaccgtgaa ttcttctagc tt 




E- 



file://C:\CRF4\Outhold\VsrJ53M25.htm 



6/29/05 



liawj?SEQUE gSBa| LlSTING « . ^ _, 



.. _ * MUgl I r 

^Iri put Se t^f^E ;-\05^0 6-06 -1041WO f^e^^ — ^ 
"^Output Set^^^N:\a^4\06292005\J53^725.raw 




780^<-210> SEQ ID-NO: 86 
78ll<2rr>"LENGTH'r*"815 

782 <212> TYPE: DNA 

783 <213>.©fte?OTSM^ 
W— > 784/<220> FEATURE: 

^^^y 784^*<2Zi^.J2IilEE--*NfORMAf ION: Description of Artificial Sequence: PGR product 
<400> SEQUENCE: 86 

E — > 786/^€b^cgcggt gatcccgttt tcatatcagf^' gto t j^atcat cagtgactgc atattgacac 




tctga tgatttttta ttttttafefct tttatttttt ttggtatggt tacatgcttt 



ggttt ctatgccgct gagtattttc ctgaatcgcg aggtgtgaca ggttatctgc 
tccacc caatatttta tgatgagtcg atga^fecgtg agactaatct agcttaacct 



.cttact ggcaagtcaa aiattgagttt aaatatatttc ag[^tcctgt tagtaatttc 

' — ' ^ 

catgt attctat gtc tcatactctt tacgtgaaag t^-^^a ni-gar. ttatattttg 

^tt ttct gtagatcact gttttagcgc atacaaag ac^^^^-^g^-^^^-J^a atatttttaa 



787 
E— > 788 
789 
E— > 790> 

79 

E— -> 79; 

79| 

E — > 79 

79 

E~> 79 

797 
E— > 798 

79^ 420 

E — > 8oa 

801 4^ 
E~> 80 

80 

E — > 80^^^^1^^ggaatt tatabtcata agaagctact cgaacaaatt: tacaaagaga acatttgata 

80^600 

E — > 806y!!^»aaagta attaaaagtt ttttttaatt taaaaagatt aatttttatt ^aataagaaga 

E — > 808 ^pc^^gaaag ttagaaaaat atttaacttt aaaaattaag aaaacaag 

809 
E~> 810 

81 

E~> 81 



540. 



igtgat attttattat aagatagaag tcaatatgtt tttttgttat gcacatgact 



aaaat aaattttttt gttagattta aatacttttt gaa 



t^gfi tttgttgaa 




aaaactttaa 



aata cttaatgtag attaattttc ttattatata ttagcacaaa ttatcattat^ 



ftatttt atgttattgt tacgtagagc tcaaa 

813 815) ^ ^ . 

83X<2Jt<f> SEQ ID NO: 89 

834 <211> LENGTH: 882 

835 <212> TYPE: DNA 

836 <^X^> ftR9AN'^'^M::^^"*-J Sequ^cj 
W~> 837 ki20> FEATURE: 




\ / 837 <2"2e>- 
\©-l4^38 <400> 



OTilER IN P 



: Artiricial Sequence^ ^oii/L-—-— 
FORMATION: Description of Artif 



.ficial Sequence: PGR product 



E— > 839 



SEQUENCE: 89 

igttciact: ctctctatct ctctctgtgt tgcgtttgat caggggtttt agggtttggg 

840 \^ 

E — > 841 >eCfc^gggttd>s^gaggagtat cgtcacgtgt attgcggtct tgttggagat tcctcagttg 

842n.20/ 

E — > 843^^Wc^gtaga tjfeitaaactta gtttagtcca cgatcggttt ctaatcgtgg atttttgtgg 

844(/l80 



file://C:\CRF4\Outhold\VsrJ539725.htm 6/29/05 



• - - iJSSS^irr ^ 



Output^S^^N:\aU?4V062j92005\J^^ 







845 

.846 


4240 


E- 


-> 


847t)f^ 






848 


BOO 


E- 


-> 


849 

850' 


^60 


E- 


-> 


851 

852 


pio 


E- 




853 

854^ 


^80 


E- 


-> 


855 

856| 


^40 


E- 


-> 


857 

858 


^00, 


E- 


-> 


859 

860( 


^60 


E- 


-> 


861 

862 


n20 


E- 


-> 


863 

864 


^80 


E- 


-> 


865 

866 


^40 


E- 


-> 


867: 
806 


^882 



^cggtcg 1:tfgagc^gaii?at:t:ttgtgaa ttttttgtat tgggggaagg" aaat^gggtC^^ 



rcgatat <^~tt:ttcg1:t^gg1l:^^ r€gat:cggtga gc1:ccaggaa gggctggtca — : 

Lcaatcc ggtattcgtc Xiiatcgagac gcatttatcg gttcattata tgtatatata - 
itatata tatatgcaga gtcgattgtg ttgcaatttc tgaactaggt actgttgaat 

fattgc cttcaagtag ctctcgatgt tggaatgacg sacacaaatt ctgctactga 
igaccat attctgcacc gttaattggt tttatgaata tatggtgtcg aattacattc 
:tcgaat ccatgcgccc tttctgcacg aacgttggtt tgtagttgta gtgcagccag 
rtttggt ttaggattat gctttgacga tcgatgagtc cgtttcatgg ttttatactt 
itttatc ttcttgtgat tttttgttta caaatgttcc cccaattgta acgtgggact 
rtgtgtg gtggttgctc aaattgatag tttt:ggt:cat ttgatttgcg gagagcaatc 
^tcatgg aaaatccctt cgactgcttt gatccaatca aagttctgct tgagccaatg 

iggtgg aggattgggc ttcttctaag tgagaattct eg 





The type of errors shown exist ttiroughout 
ine Sequence Listing. Please c heck sui)seQuent 
sequences for simpyengr ^ 



file://C:\CRF4\Outhold\VsrJ539725.htm ,^ _ 6/29/05 




Use of "n's or 

Use of^^nis-^cUid/o^XaaXs.-have^be 

Use of <220> t o K2^3>= is MMSDATORY if n'l ::br Xaa's are presei^N ^^ 
in <220> to <223>Ssect iony pXease explain-rlocation of n^ or Xaa/ and which, 
residue n or Xaa~represents . - - . ^ " _ 



Seq#:3; N Pos . 
Seq#:4; N Pos. 
Seq#:5; N Pos. 
Seq#:6; N Pos. 
Seq#:31; N Pos 
Seq#:32; N Pes 
Seq#2 33; N Pos 
Seq#:55; N Pos 
Seq#:56; N Pos 
Seq#:57; N Pos 



3,6,9,12,15,18 

9,12,15,19,22,25 

9,13 

21 

. 6 

. 3,6,9,12,15 

.3,6,9 

. 9,18 

. 3,6,15 

. 3,6,15,21 



file://C:\CRF4\OutKGld\VsrJ539725:htin 
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InputfrSet : -E:\05^06-06nia4lW07txt^-— ^ 
Output Set : N: \CRF4\06292QP5 



Lj 
L: 
hi 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 



5 M: 270 C: Current Application Nun±>er dif f eirs, ^Replaced_Current Application Number 



ai..M: 271.x 
19^^M:258 W 

20 M:200 E. 
l20 M:283 W 

21 M:254 E 

28 M:258 w" 

29 M:200 £i 

29 M:283 W 

30 M:254 E 



37 M:258 WT Mandatory Feature missing, <220> Tag not found for SEQ ID#:3 



38 M:200 

38 M:283 

39 M:258 
39 M:258 
39 M:341 
39 M:254 



46 M:258^Vr* Mandatory Feature missing, <220> Tag hot found tor SEQ ID#:4 



47 M:200 

47 M:283 
48^M:258 

48 M:258 
48 M:341 
48 M:254 

55 M:258 

56 M:200 

56 M:283 

57 M:258 
57 M:258 
57 M:341 
57 M:254 

64 M:258 

65 M:200 

65 M:283 

66 M:258 
66 M:258 
66 M:341 
66 M:254 

73 M:258 

74 M:200 

74 M:283 

75 M:254 

82 M:258 

83 M:200 

83 M:283 

84 M:254 

91 M:258 

92 M:200 



Current .Filing ^Date differs , Replaced-Current. - Filing - Date.-- 
Mandatory Feature missing, <220>T^g not found for SEQ'ID#:1 / y 
.Mandatory Header Field missing, <220> Tag not found for SEQ J*5#:l/ 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input :0 Counted: 36 SEQ: 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:2 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:2 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input :0 Counted: 26 SEQ: 2 



zor^SEQ^ 



Mandatory Header Field missing, <220> Tag not found for SEQ ID#: 
Missing Blank Line separator, <400> field identifier 
Mandatory Feature missing, <221> Tag not found for SEQ ID#:3 
Mandatory Feature missing, <222> Tag not found for SEQ ID#:3 
(46) "n" or "Xaa" used, for SEQ ID#:3 after pos.:0 
No. of Bases conflict, LENGTH : loijut : 0 Counted: 23 SEQ: 3 



Mandatory Header Field missing, <220> Tag not found for SEQ ID#:4 
Missing Blank Line separator, <400> field identifier 
Mandatory Feature missing, <221> Tag not found for SEQ ID#:4 
'Mandatory Feature missing, <222> Tag not found for SEQ ID#:4 
(46) "n" or "Xaa" used, for SEQ ID#:4 after pos.rO 
No. of Bases conflict, LENGTH: Input : 0 Counted: 27 SEQ: 4 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:5 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:5 
Missing Blank Line separator, <400> field identifier 
Mandatory Feature missing, <221> Tag not found for SEQ ID#:5 
Mandatory Feature missing, <222> Tag not found for SEQ ID#:5 
(46) "n" or "Xaa" used, for SEQ ID#:5 after pos.:0 
No. of Bases conflict, LENGTH: Input : 0 Counted:25 SEQ:5 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:6 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:6 
Missing Blank Line separator, <400> field identifier 
Mandatory Feature missing, <221> Tag not found for SEQ ID#:6 
Mandatory Feature missing, <222> Tag not found for SEQ ID#:6 
(46) "n" or "Xaa" used, for SEQ ID#:6 after pos.:0 
No. of Bases conflict, LENGTH : Input : 0 Counted:23 SEQ: 6 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:7 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:7 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input : 0 Counted:20 SEQ:7 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:8 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:8 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input : 0 Counted: 21 SEQ: 8 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:9 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:9 
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DATE 



-Input Sei^^^\05-06f0|^d41WOrte : " * 
Output S^^Nji^^^ \ 042 92 b 05\ J53 9?2 5 . r^w 



L:92 M:283_W^ 
L;33-M:254^E:- 
-LilOO M:258 W 
L:101 M:200-E 
L:101 M:28'3 W 
L:102 M:254 E 
L:109 M:258 W 
L:110 M:200 E 
L:110 M:283 W 
L:lll M:254 E 
L:118 M:258 W 
L:119 M:200 E 
L:119 M:283 W 
L:120 M:254 E 
L:127 M:258 W 
L:128 M:200 E 
L:128 M:283 W 
L:129 M:254 E 
L:136 M:258 W 
L:137 M:200 E 
L:137 M:283 W 
L:138 M:254 E 
L:145 M:258 W 
L:146 M:200 E 
L:146 M:283 
L:147 M:254 




L:154 M:258 
L:155 M:200 
L:155 M:283 
L:156 M:254 



L:181 M:258 
L:182 M:200 



;163 M:258 
;164 M:200 
;164 M:283 W 
;165 M:254 E 

172 M:258 W 

173 M:200 

173 M:283 

174 M:254 



L:182 M:283 W 
L:183 M:254 E 
L:190 M:258 W 
L:191 M:200 E 
L:191 M:283 W 
L:192 M:254 E 
L:199 M:258 W 
L:200 M:200 E 
L:200 M:283 W 



Missing Blank Lii^ gse parator^ . <400> f ieldj-dentif ier 
-No of. Bases congAictv--^LENGm 0. Counted : 20 SEQ : 9 

Mandatory Feat uj^fiffiss ing , '<220> Tag not" found for SEQ ID#:iO ' 
Mandatory Headerlpield missing, <220> Tag -^not found for SEQ ID*: 10 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH : Input : 0 Counted:22 SEQ:l6" 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:11 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:11 
Missing Blank Line separator, <400> field identifier 
No, of Bases conflict, LENGTH: Input :0 Counted: 21 SEQ: 11 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:12 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:12 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input :0 Counted: 20 SEQ: 12 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:13 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:13 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input : 0 Counted: 20 SEQ: 13 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:14 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:14 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input : 0 Counted: 20 SEQ: 14 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:15 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:15 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input : 0 Counted: 20 SEQ: 15 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:16 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:16 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input :0 Counted: 19 SEQ: 16 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:17 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:17 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input : 0 Counted: 21 SEQ: 17 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:18 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:18 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input :0 Counted:22 SEQ:18 / 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:19 - 
Mandatory Header Field missing, <220> Tag not found for SEQ ID# 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input : 0 Counted: 21 SEQ: 19 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:20 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:20 
Missing Blank Line separator, <4 00> field identifier 
No. of Bases conflict, LENGTH: Input : 0 Counted: 22 SEQ: 20 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:21 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:21 
Missing Blank Line separator, <400> field identifier 
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No. of Bases conflict, LENG T^In jjut : 0 Counted; 23 SEQ ;21 
Mandatory^^Feature missing," <'2^Q;>^Tag not-rffound^ for SEQ-I'D#:22 
Mandatoiry Header Field missiifgr/^<220> TaV~not found "for SEQ ID#: 
MissingjBl-ank Line separator /^^^400> field-identifier^^^ 
No. of Bases conflict, LENGTH :lnptit:0 Counted: 21 SEQ:22 
Mandatory Feature missing, <226> Tag not found for SEQ ID#:23 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#: 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH : Input : 0 Counted: 19 SEQ: 23 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:24 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#: 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH : Input : 0 Counted: 19 SEQ: 24 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:25 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#: 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input : 0 Counted:20 SEQ:25 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:26 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#: 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input : 0 Counted:20 SEQ:26 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:27 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#: 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input : 0 Counted: 20 SEQ: 27 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:28 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#: 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input :0 Counted: 19 SEQ: 28 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:29 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#: 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input : 0 Counted: 18 SEQ: 29 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:30 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#: 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input :0 Counted: 22 SEQ: 30 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:31/ 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#: 
Missing Blank Line separator, <400> field identifier 
Mandatory Feature missing, <221> Tag not found for SEQ ID#:31 
Mandatory Feature missing, <222> Tag not found for SEQ ID#:31 
(46) "n" or "Xaa" used, for SEQ ID#:31 after pos.:0 
No. of Bases conflict, LENGTH : Input : 0 Counted:21 SEQ:31 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:32 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#: 
Missing Blank Line separator, <400> field identifier 
Mandatory Feature missing, <221> Tag not found for SEQ ID#:32 
Mandatory Feature missing, <222> Tag not found for SEQ ID#:32 
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32 
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rrrr^Input: 




1041WQ|£ictp 



"^a^used, f or S EQ ID#j32_after pos 




(46r"n" or 

-No,. -xifL'Bases-^^^M^^ict^ Input-:=a*Counted: 23- SEQ : 32 

Mandatory Feaf3fC^missing^fr<220> Tag^ridt found for SEQ IDfpS" * 
Mandatory Header Field missing, <220>-Tag not found for SEQV-ID#:33 
Missing Blank^LTne separator, <400> field identifier " 
Mandatory Feature -missing, <221> Tag not found for SEQ ID#:33 
Mandatory Feature missing, <222> Tag not found for SEQ ID#:33 
(46) "n" or "Xaa" used, for SEQ ID#:33 after pos.:0 
No. of Bases conflict, LENGTH: Input: 0 Counted: 17 SEQ: 33 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:34 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:34 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input :0 Counted: 18 SEQ: 34 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:35 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:35 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input : 0 Counted:19 SEQ:35 
Mandatory Feature missing, <220> Tag not found for SEQ ID#:36 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:36 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input :0 Counted:18 SEQ:36 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:37 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input : 0 Counted: 19 SEQ: 37 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:38 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input : 0 Counted:19 SEQ:38 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:39 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input : 0 Counted: 18 SEQ: 39 
Mandatory Header Field missing, <220> Tag not found for SEQ ID# 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input : 0 Counted: 18 SEQ: 40 
Mandatory Header Field missing, <220> Tag not found for SEQ ID# 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH : Input : 0 Counted:19 SEQ:41 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:42 
Missing Blank Line separator, <400> field identifier / 
No. of Bases conflict, LENGTH : Input : 0 Counted: 20 SEQ: 42 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:43 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH : Input : 0 Counted:21 SEQ:43 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:44 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input :0 Counted:18 SEQ:44 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:45 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH: Input :0 Counted:21 SEQ: 45 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:46 
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E;X05^06-0 6: 104 IWOv txt 



L:i25_M: 
L:42i5-M: 
L:434 M: 
L:434 M: 
L:435 M: 
L:443 M: 
L:443 M: 
L:444 M: 
L:452 M: 
L:452 M: 
L:453 M: 
L:461 M: 
L:461 M: 
L:462 M: 
L:507 M: 
L:516 M: 
L:525 M: 






^^ggMissing .BjLai^^^ ^ L ine se par ator, <4^0jD> f ieldy*^ ' 
^^N6.--^of^^ Bas^^ 0 Coia^^^2d- SEQr4Jj 



48 



No. of Bases conflict, LENGTH: Input : 0 Counted: 21 SEQ:47 
Mandatory Header Field missing, <220> Tag not found for SEQ ID# 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH : Input : 0 Counted: 18 SEQ: 48 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:49 
Missing Blank Line separator, <400> field identifier 
No, of Bases conflict, LENGTH : Input : 0 Counted: 19 SEQ: 49 
Mandatory Header Field missing, <220> Tag not found for SEQ ID#:50 
Missing Blank Line separator, <400> field identifier 
No. of Bases conflict, LENGTH : Input : 0 Counted: 28 SEQ: 50 
(4 6) "n" or "Xaa" used, for SEQ ID#:55 aft^r pos.:0 
(4 6) "n" or "Xaa" used, for SEQ ID#:56 after pos.:0 
(46) "n" or "Xaa" used, for SEQ ID#:57 after pos.:0 



file://C:\CRP4MfitfaoId\VsrJS3972S.htm — • 6/29/05 



